We are pleased to introduce this special issue highlighting new discoveries and perspectives on nidovirus research. Nidovirus research encompasses the positive strand RNA viruses that generate a "nested set" of mRNAs during viral replication, which currently are classified in the families *Corona-, Arter-, Roni-,* and *Mesoniviridae*. The order *Nidovirales* thus includes infamous emerging human pathogens, such as Severe Acute Respiratory Syndrome (SARS), and Middle East Respiratory Syndrome (MERS), and important emerging veterinary pathogens, such as porcine respiratory and reproductive syndrome virus (PRRSV) and porcine epidemic diarrhea virus (PEDV). Moreover, thanks to the current NGS-driven virus discovery efforts, the order *Nidovirales* continues to expand rapidly and - for example - now also includes recently identified agents infecting insects and snakes.

Our goal is to convey a snapshot of the exciting new information discussed at Nido2017, the XIVth International Nidovirus Symposium, held June 4-9^th^ in Kansas City, MO, USA. Nido2017 provided an opportunity for more than 250 scientists from around the world to share their latest research findings and develop collaborations ( [Fig. 1](#f0005){ref-type="fig"}).Fig. 1Participants of the XIVth International Nidovirus Symposium at Kansas City, MO, USA (*[https://www.vet.k-state.edu/Nido2017]{.ul}*). Photo was created by Joe Montgomery, Kansas State University, Manhattan, KS, USA.Fig. 1

This Special Issue on Nidovirus Research features 22 articles covering topics in both basic and applied sciences, from basic viral replication mechanisms and structural biology to viral pathogenesis, animal model system, and the development of vaccines and therapeutics. The scientific contribution is global, highlighting the international tenor of nidovirus research. We have learned much from reading these articles, and we expect that you will also find useful information and inspiration for your own research in this special issue.

We sincerely thank the numerous reviewers who provided constructive comments and suggestions for each article. Special thanks to Michael Emerman and Peter Sarnow for their support of this special issue. Lastly, we would like to extend our sincere appreciation to Ramprasad Anbazhagan and Meenakkshi VS from the *Virology* editorial office, who have been enormously helpful in managing manuscript submission, processing and communication with authors and editors; without their efforts, this special issue would not have been possible.
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